Key indicators: single-crystal X-ray study; T = 293 K; mean (C-C) = 0.003 Å; R factor = 0.045; wR factor = 0.154; data-to-parameter ratio = 19.4.
(8).
Related literature
For the biological activity of hydrazone derivatives, see: Savini et al. (2002) ; Silva et al. (2004) . For a related structure, see: Yuvaraj et al. (2010) . For hydrogen-bond motifs, see: Bernstein et al. (1995) .
Experimental
Crystal data Mo K radiation = 0.08 mm À1 T = 293 K 0.26 Â 0.23 Â 0.21 mm
Data collection
Bruker SMART APEXII areadetector diffractometer Absorption correction: multi-scan (SADABS; Bruker, 2008) T min = 0.981, T max = 0.984 10622 measured reflections 2850 independent reflections 1341 reflections with I > 2(I) R int = 0.027 Refinement R[F 2 > 2(F 2 )] = 0.045 wR(F 2 ) = 0.154 S = 1.00 2850 reflections 147 parameters H-atom parameters constrained Á max = 0.14 e Å À3 Á min = À0.11 e Å À3 Table 1 Hydrogen-bond geometry (Å , ).
Symmetry code: (i) Àx þ 1; Ày; Àz.
Data collection: APEX2 (Bruker, 2008) ; cell refinement: SAINT (Bruker, 2008) ; data reduction: SAINT; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008) ; program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: ORTEP-3 (Farrugia, 1997) ; software used to prepare material for publication: SHELXL97 and PLATON (Spek, 2009 
Comment
The title compound was prepared as part of our continuing interest on the nitrogen based heterocycles (Yuvaraj et al., 2010) .
In the title molecule, the C2-C3-C7 and C8-N1-N2 bond angles are 121.65 (2)° and 117.46 (2)°, respectively. The benzene and pyridine form a dihedral angle of 6.33 (5)°.
In the crystal structure,the molecules at (x, y, z) and (1 -x,-y,-z) are linked by N(2)-H(2 A)···N(3) hydrogen bonds, generating a centrosymmetric dimeric ring motif R 2 2 (8) (Bernstein et al., 1995) . The centroid of the R 2 2 (8) motif lies at (1/2,0,0). In addition, there is a weak C-H···N interaction linking the centrosymmetric pair of molecules.
Experimental
A mixture of 2-hydrazinopyridine and p-tolualdehyde were refluxed in ethanol with a catalytic quantity of con. HCl or gl.
AcOH. After the reaction was over, the contents were cooled down and filtered to form the product. Diffraction quality crystals were obtained upon recrystallization in ethanol.
Refinement
H atoms were positioned geometrically (N-H = 0.86 Å, C-H = 0.93-0.98 Å) and allowed to ride on their parent atoms, with 1.5U eq (C) for methyl H or 1.2 U eq (C,N) for other H atoms. Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > σ(F 2 ) is used only for calculating Rfactors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 )
x y z U iso */U eq C1 −0.2431 (4) 0.01692 (17 
